Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.041; wR factor = 0.111; data-to-parameter ratio = 15.2.
Related literature
For the synthesis and biological activity of the title compound, see; Dog ruer et al. (2007) . For related structures, see: Aydın et al. (2008) ; Girisha et al. (2008) . For puckering parameters, see: Cremer & Pople (1975) . For standard bond lengths, see: Allen et al. (1987) .
Experimental
Crystal data Refinement R[F 2 > 2(F 2 )] = 0.041 wR(F 2 ) = 0.111 S = 1.05 4945 reflections 326 parameters H-atom parameters constrained Á max = 0.29 e Å À3 Á min = À0.37 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 and Cg4 are the centroids of the N1/N2/C1-C4 and C11-C16 rings, respectively. Symmetry codes: (i) Àx þ 2; Ày þ 2; Àz þ 2; (ii) Àx þ 1; Ày þ 2; Àz þ 1; (iii) Àx þ 1; Ày þ 1; Àz þ 2; (iv) x; y; z À 1.
Data collection: X-AREA (Stoe & Cie, 2002) ; cell refinement: X-AREA; data reduction: X-RED32 (Stoe & Cie, 2002) ; program(s) used to solve structure: SIR97 (Altomare et al., 1999); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997); software used to prepare material for publication: WinGX (Farrugia, 1999) .
In the present study, the title compound has been synthesized for first time by (Doğruer et al., 2007) and characterized by spectroscopic techniques. Herein we report on the synthesis and its crystal structure.
In the title compound, Fig. 1 , the six-membered ring of the pyridazin-3(2H)-one system is nearly planar with maximum deviations of -0.062 (2) Å for N1, 0.052 (2) Å for C1 and -0.045 (2) Å for C3 from the mean plane. The dihedral angles between the mean plane of the six-membered ring (N1/N2/C1-C4) and the phenyl rings C11-C16 and C5-C10 are 44.71 (10)° and 43.05 (9)°, respectively.
As seen in Fig. 1 , the Cl1-C27-C28-C29 and N3-C20-C21-N4 torsion angles are 178.69 (14) and 57.22 (18)°, respectively. The double-bond length for C19-O2 is 1.2192 (19) Å and the C27-Cl1 bond length is 1.7450 (19) Å. All bond lengths (Allen et al., 1987) and angles are within normal ranges and are comparable to those reported for similar structures (Aydın et al., 2008; Girisha et al., 2008) .
The piperazine ring (N3/N4/C20-C23) has a chair conformation with puckering parameters: Q T = 0.566 (2) Å, θ = 0.5 (2) ° and φ = 67 (10) ° (Cremer & Pople, 1975) . The mean plane of the six-membered ring forms a dihedral angle of 83.20 (16)° with the benzene ring (C24-C29). The phenyl rings (C11-C16) and (C5-C10) make dihedral angles of 67.84 (10)° and 32.76 (9)° with the benzene ring (C24-C29), respectively, whilst the dihedral angle between them is 60.42 (10)°.
In the crystal, molecules are linked via two pairs of C-H···O interactions which result in the formation of chains propagating along [1 0 -1], (Table 1 and Fig. 2 ). Neighbouring chains are linked via C-H···π interactions (Table 1) .
The title compound was synthesized according to the literature procedure (Doğruer et al., 2007) . 0.01 Mol of compound 3-[5,6-Diphenyl-3(2H)-pyridazinone-2-yl] propanoic acid in 40 ml dichloromethane at 273 K (ice-bath) was treated with triethylamine (1 ml) and 0.01 mol of ethyl chloroformate. After stirring the reaction mixture at 273 K for 15 min, 0.011 mole of 4-chlorophenylpiperazine was added to this solution. This mixture was stirred at 273-298 K for 24 h and evaporated to dryness. The product was then solidified with ice-cold water and recrystallized from ethanol (yield 52%, M.p. 432 K). IR v cm -1 (KBr): 1652 (CO ring, amide). supplementary materials sup-2 Acta Cryst. (2012). E68, o2720
Refinement
All the H atoms were positioned geometrically and refined using a riding model: C-H = 0.93 and 0.97 Å for CH and CH 2 H atoms, respectively, with U iso (H) = 1.2U eq (C). 
Computing details

Figure 1
The molecular structure of the title molecule, with the atom numbering. Displacement ellipsoids are drawn at the 30% probability level.
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Figure 2
A view along the a axis of the crystal packing of the title compound. The C-H···O interactions are shown as dashed lines [see Table 1 for details; H atoms not participating in these interactions have been omitted for clarity]. 
1-[4-(4-Chlorophenyl)piperazin-1-yl]-3-(6-oxo-3,4-diphenyl-1,6-dihydropyridazin-1-yl)propan-1-one
Special details Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement on F 2 for ALL reflections except those flagged by the user for potential systematic errors. Weighted R-factors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > σ(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 1.08842 (7) 1.37656 (7) 0.23195 (6) 0.0907 (10) 0.0489 (7) 0.0827 (9) 0.0260 (7) 0.0238 (7) 0.0331 (6) O2 0.0747 (9) 0.1370 (13) 0.0629 (8) 0.0719 (10) 0.0320 (7) 0.0370 (8) N1 0.0563 (8) 0.0463 (7) 0.0512 (7) 0.0236 (6) 0.0212 (6) 0.0214 (6) N2 0.0524 (7) 0.0427 (6) 0.0488 (7) 0.0214 (6) (9) 0.0145 (7) 0.0175 (7) 0.0141 (7) C3 0.0484 (8) 0.0461 (8) 0.0487 (8) 0.0202 (7) 0.0213 (7) 0.0159 (6) C4 0.0464 (8) 0.0442 (7) 0.0463 (8) 0.0202 (7) 0.0215 (6) 0.0167 (6) C5 0.0521 (8) 0.0431 (7) 0.0421 (7) 0.0234 (7) 0.0198 (6) 0.0147 (6) (7) 0.0174 (7) 0.0160 (7) C11 0.0519 (9) 0.0457 (8) 0.0483 (8) 0.0233 (7) 0.0159 (7) 0.0099 (6) (12) 0.0547 (10) 0.0479 (11) 0.0235 (9) 0.0231 (9) C16 0.0602 (10) 0.0568 (9) 0.0512 (9) 0.0284 (8) 0.0190 (7) 0.0180 (7) C17 0.0561 (9) 0.0576 (9) 0.0544 (9) 0.0297 (8) 0.0225 (7) 0.0250 (7) C18 0.0559 (9) 0.0624 (10) 0.0555 (9) 0.0327 (8) 0.0225 (7) 0.0248 (8) C19
0.0556 (9) 0.0622 (10) 0.0532 (9) 0.0328 (8) 0.0211 (7) 0.0179 (7) C20 0.0545 (10) 0.0927 (13) 0.0500 (9) 0.0378 (10) 0.0173 (7) 0.0246 (9) C21 0.0595 (10) 0.0881 (13) 0.0544 (9) 0.0461 (10) 0.0196 (8) 0.0281 (9) C22 0.0567 (10) 0.0717 (11) 0.0546 (9) 0.0396 (9) 0.0170 (7) 0.0182 (8) C23 0.0649 (10) 0.0738 (11) 0.0610 (10) 0.0439 (10) 0.0297 (8) 0.0249 (9) C24 0.0527 (9) 0.0586 (9) 0.0440 (8) 0.0291 (8) 0.0111 (7) 0.0084 (7) C25 0.0676 (11) 0.0726 (11) 0.0692 (11) 0.0439 (10) 0.0275 (9) 0.0215 (9) C26 0.0813 (13) 0.0645 (11) 0.0876 (14) 0.0436 (11) 0.0283 (11) 0.0267 (10) C27 0.0609 (11) 0.0609 (10) 0.0667 (11) 0.0238 (9) 0.0152 (9) 0.0165 (8) Hydrogen-bond geometry (Å, º) Cg1 and Cg4 are the centroids of the N1/N2/C1-C4 and C11-C16 rings, respectively. 
